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A calcium/cAMP signaling loop at the ORAI1
mouth drives channel inactivation to shape NFAT
induction
Xuexin Zhang1, Trayambak Pathak1, Ryan Yoast1, Scott Emrich1, Ping Xin1, Robert M. Nwokonko1,

Martin Johnson1, Shilan Wu2, Céline Delierneux1, Maxime Gueguinou1, Nadine Hempel3, James W. Putney Jr.2,

Donald L. Gill 1 & Mohamed Trebak1

ORAI1 constitutes the store-operated Ca2+ release-activated Ca2+ (CRAC) channel crucial

for life. Whereas ORAI1 activation by Ca2+-sensing STIM proteins is known, still obscure

is how ORAI1 is turned off through Ca2+-dependent inactivation (CDI), protecting against

Ca2+ toxicity. Here we identify a spatially-restricted Ca2+/cAMP signaling crosstalk critical

for mediating CDI. Binding of Ca2+-activated adenylyl cyclase 8 (AC8) to the N-terminus

of ORAI1 positions AC8 near the mouth of ORAI1 for sensing Ca2+. Ca2+ permeating

ORAI1 activates AC8 to generate cAMP and activate PKA. PKA, positioned by AKAP79

near ORAI1, phosphorylates serine-34 in ORAI1 pore extension to induce CDI whereas

recruitment of the phosphatase calcineurin antagonizes the effect of PKA. Notably, CDI

shapes ORAI1 cytosolic Ca2+ signature to determine the isoform and degree of NFAT acti-

vation. Thus, we uncover a mechanism of ORAI1 inactivation, and reveal a hitherto unap-

preciated role for inactivation in shaping cellular Ca2+ signals and NFAT activation.
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Store-operated Ca2+ entry (SOCE) mediated by ORAI1
plasma membrane channels is the major route for receptor-
regulated Ca2+ entry in non-excitable cells, and is crucial

in controlling a plethora of physiological functions1–3. The bio-
physical manifestation of SOCE is the highly Ca2+-selective Ca2+

release-activated Ca2+ (CRAC) current4. ORAI1-mediated Ca2+

entry is triggered by activation of phospholipase C (PLC)-coupled
receptors, generation of inositol-1,4,5-trisphosphate (IP3), and
subsequent depletion of endoplasmic reticulum (ER) Ca2+

stores1,3,5. The cellular and physiological outcomes controlled by
ORAI1 are ultimately determined by net CRAC channel activity,
which is shaped by the critical balance between its store-
dependent activation and its Ca2+-dependent inactivation (CDI).
Mutations in ORAI1 that disrupt CRAC channel function yield
loss or gain of function channels and cause a wide spectrum
of disease states, including immunodeficiency and disorders of
muscle, skin, and secretory tissues6–8.

The mechanisms linking ER Ca2+ store depletion to activation
of ORAI1 channels are now well characterized2,9. Depletion of
Ca2+ from the ER lumen causes the ER Ca2+ sensor protein,
stromal interaction molecule 1 (STIM1), to lose Ca2+ binding
from a low-affinity luminal EF hand, and gain an extended
conformation that interacts with PM lipids within ER-PM junc-
tions where it physically binds and opens ORAI1 to mediate
CRAC current2,9. In contrast, the molecular mechanisms of
CRAC channel CDI are less clear. CRAC channel CDI develops
within milliseconds with kinetics that can be fitted to a bi-
exponential curve (time constants of ∼5 and 50ms)2,10,11. CDI
is driven by an unknown Ca2+-dependent mechanism located
either on the CRAC channel complex or situated a few nan-
ometers from the mouth of the channel, reflecting a role of a
highly localized Ca2+ microdomain at the close vicinity of the
CRAC channel pore2.

Recently, we discovered a naturally-occurring short transla-
tional variant of ORAI1, which we termed ORAI1β. ORAI1β is
generated from an alternative translation-initiation site on Orai1
mRNA at methionine-64 producing a protein lacking the first 63
N-terminal amino acids12,13 (Fig. 1a). Here we show that while
ORAI1β mediates typical CRAC current, it has greatly reduced
CDI, suggesting the first 63 N-terminal residues of ORAI1 are
crucial for CDI. Using this crucial knowledge, we show that the
Ca2+-sensitive adenylyl cyclase 8 (AC8)14, which is constitutively
bound to an ORAI1 N-terminal site containing three arginines
(31, 32, and 33), is crucial for CDI. Generation of cyclic adenosine
monophosphate (cAMP) by AC8 activates PKA to induce
CDI through direct phosphorylation of serine-34 in ORAI1 in an
A-kinase-anchoring protein 79 (AKAP79)-dependent manner.
Recruitment of the phosphatase calcineurin antagonizes the effect
of PKA and reduces CDI. Importantly, we show that CDI shapes
the frequency of Ca2+ oscillations triggered by physiological
concentrations of agonizts. When reconstituted to physiological
levels in ORAI1-knockout cells, ORAI1 shows significantly lower
frequency of Ca2+ oscillations compared with ORAI1β. Conse-
quently, NFAT4, an NFAT isoform sensitive to small increases in
cytosolic Ca2+ 15 (but not NFAT1, which requires robust cyto-
solic Ca2+ for its nuclear translocation16,17), is translocated to the
nucleus slower and less efficiently in ORAI1-expressing cells
compared with ORAI1β-expressing cells. Our findings identify a
molecular mechanism for ORAI1 CDI and provide evidence that
CDI, driven by spatially-restricted Ca2+-cAMP crosstalk, plays a
crucial role in shaping cellular signaling and NFAT activation.

Results
ORAI1 displays greater CDI compared with ORAI1β. Through
alternative translation-initiation, Orai1 mRNA produces ORAI1

protein from methionine-1 and a shorter ORAI1β protein start-
ing at methionine-6412,13 (Fig. 1a). These native ORAI1 isoforms
can be resolved from HEK293 cells as two distinct bands in
western blots, but only if protein samples are deglycosylated by
PNGase F (Supplementary Fig. 1a, b; compare lane 1 with 5).
To uncover potential differences between these two isoforms,
we used CRISPR/Cas9 technology to generate ORAI1-knockout
HEK293 (ORAI1-KO) cells, which offered a clean background in
which each isoform could be individually expressed. ORAI1
knockout was confirmed by genomic sequencing, western blot
(Supplementary Fig. 1a, b; compare lane 1 with 2 and lane 5 with
6; also see Supplementary Fig. 1c), and Fura-2 Ca2+ imaging of
SOCE triggered by store depletion using the sarcoplasmic/endo-
plasmic reticulum Ca2+ ATPase (SERCA) blocker, thapsigargin
at 2 μM (Supplementary Fig. 1d, e).

ORAIs C-terminally tagged with CFP were engineered to
exclusively express either ORAI1 or ORAI1β (see Methods). The
expression of ORAI1-CFP and ORAI1β-CFP were driven by
either the strong cytomegalovirus (CMV) promoter (Supplemen-
tary Fig. 1b; to ensure big reliable currents in patch clamp) or
the weak thymidine kinase (TK) promoter (Supplementary
Fig. 1a; to reconstitute physiological levels of ORAI1 expression
for functional studies). When ORAI1-CFP and ORAI1β-CFP
were independently co-expressed with eYFP-STIM1 in ORAI1-
KO cells, both isoforms generated CRAC currents with identical
properties. However, when CDI was measured with 10 mM
EGTA in the patch pipette using a voltage-step protocol
(Supplementary Fig. 1f; see Methods), CRAC currents mediated
by ORAI1 showed robust CDI compared with those mediated by
ORAI1β (Fig. 1b, c). The remaining current mediated by ORAI1
at 146 ms was smaller compared with ORAI1β (Fig. 1d) and both
time constants of inactivation (see Methods) were greater for
ORAI1 compared with ORAI1β (Supplementary Fig. 1g, h). The
difference in CDI between ORAI1 and ORAI1β, which was highly
significant when CRAC currents were activated by including 10
mM of the slow buffer EGTA in the pipette (Fig. 1b–d)
disappeared when CRAC currents were activated by dialysis of
20 mM of the fast chelator BAPTA through the pipette (Fig. 1e–g)
or when extracellular Ca2+ was replaced by Ba2+ (Fig. 1h–j),
strongly arguing that this difference in CDI is mediated by
cytosolic Ca2+ at the vicinity of ORAI1 channels. Supplementary
Table 4 contains a summary of patch clamp data reported
throughout the study with statistical analysis. The finding that
these two naturally-occurring ORAI1 isoforms have distinct
CDI properties argued that the 63 additional residues of ORAI1
are responsible for this difference in CDI, and provided a
unique opportunity to unravel mechanistic details underlying
ORAI1 CDI.

AC8 and caveolin-binding sites of ORAI1 are required for
CDI. We focused our attention on the 63 residues unique to
ORAI1 (Fig. 1a). Instead of performing serial truncations of
this 63 amino-acid region, we mutated specific residues
within domains with putative functions, including residues
potentially phosphorylated or mediating interactions with other
molecules3. Within these 63 amino acids, there are two putative
protein kinase C (PKC) phosphorylation sites (Serine-27 and
Serine-30)18,19, an AC8-binding domain (residues 26–34)14 that
overlaps with a putative phosphatidylinositol-4,5-bisphosphate
(PIP2)-binding sequence (residues 28–33)20, and a caveolin (cav)
binding domain (residues 52–60)21 (see Fig. 1a).

To test the hypothesis that Ca2+-mediated generation of cAMP
by AC8 at the vicinity of the ORAI1 pore is mediating CDI, we
generated two different constructs: (1) an ORAI1-CFP construct
deficient in AC8 binding in which arginines 31–33 were mutated
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to alanines (R31–33A) and (2) because adenylyl cyclase enzymes
are typically located within cav-rich regions of the plasma
membrane22, we generated an ORAI1-CFP construct deficient in
cav binding in which residues tyrosine-52 and tryptophane-55
were mutated to alanines (Y52A, W55A). Co-expression of either
construct with eYFP-STIM1 in ORAI1-KO cells revealed that
both mutants have significantly reduced CDI compared with
wild-type ORAI1 (Fig. 1k–o), suggesting a role for AC8 binding
to ORAI1 in mediating CDI. Although statistically significant,
this difference in CDI between wild-type ORAI1 and R31–33A
and Y52A, W55A ORAI1 mutants (Fig. 1k–o) was less than the
difference in CDI between ORAI1 and ORAI1β (Fig. 1b–d),
suggesting that ORAI1 CDI involves other mechanisms in
addition to AC8.

We ruled out a role for PKC-mediated phosphorylation of
ORAI1 by showing that the extent of CDI of an ORAI1-CFP
construct in which the PKC phosphorylation sites serine-27 and

serine-30 were mutated to alanine (S27A, S30A), was similar to
wild-type ORAI1-CFP (Supplementary Fig. 1i–k). Furthermore,
ORAI1-KO cells expressing wild-type ORAI1-CFP and treated
with a specific PKC inhibitor (Gö6983; 10 µM) showed similar
CDI to cells treated with vehicle control (Supplementary
Fig. 1l–n). Dialysis of diC8-PIP2 through the patch pipette at
concentrations as high as 30 µM ruled out a role for PIP2 in
ORAI1 CDI (Supplementary Fig. 2a–c). Therefore, we focused
our attention on the molecular mechanisms of AC8 regulation of
ORAI1 CDI.

AC8/ORAI1 interaction and cAMP are required for ORAI1
CDI. To rule out spurious effects of mutagenesis on ORAI1 CDI,
we determined the effect of AC8 protein knockdown and over-
expression on CDI of CRAC currents generated by co-expression
of eYFP-STIM1 and ORAI1-CFP. Protein knockdown of AC8 by

20 ms

100 pA

ORAI1

–120 mV

–100 mV

–80 mV
–60 mV

20 ms

100 pA

R31,32,33A-ORAI1

–60 mV
–80 mV

–100 mV

–120 mV

20 ms

100 pA

Y52A, W55A–ORAI1

–60 mV
–80 mV

–100 mV

–120 mV

0.4

0.6

0.8

R
em

ai
ni

ng
cu

rr
en

t@
14

6 
m

s

*

*

**

ORAI1 (n = 20)
R31,32,33A-ORAI1 (n = 11)

**

0.4

0.6

0.8

R
em

ai
ni

ng
cu

rr
en

t@
14

6 
m

s

**
***

***

ORAI1 (n = 18)
Y52A, W55A-ORAI1 (n = 24)

***

–120

0.4

0.6

0.8

1.0

Test potential (mV)

*********

R
em

ai
ni

ng
 c

ur
re

nt
@

14
6 

m
s

***

EGTA

20 ms

100 pA

–60 mV
–80 mV

–100 mV

–120 mV

–60 mV
–80 mV

–100 mV

20 ms

100 pA

ORAI1, EGTA

–120 mV

–60 mV
–80 mV

–100 mV

20 ms
100 pA

ORAI1, BAPTA

–120 mV

20 ms
100 pA

–60 mV
–80 mV

–100 mV

–120 mV

0.4

0.6

0.8

1.0

nsnsns

R
em

ai
ni

ng
cu

rr
en

t@
14

6 
m

s

ns

BAPTA

20 ms
100 pA

–60 mV

–80 mV

–100 mV

–120 mV

20 ms
100 pA

–60 mV

–80 mV

–100 mV

–120 mV

0.6

0.8

1.0
nsnsns

R
em

ai
ni

ng
cu

rr
en

t@
14

6 
m

s ns

1 63

9364 Calmodulin

AC8

PIP2

Caveolin
PKC 

N C
ORAI1

ORAI1β

PM ORAI1β, EGTA

ORAI1, Ba2+

ORAI1β, BAPTA ORAI1β, Ba2+

–100 –80 –60

–120

Test potential (mV)

–100 –80 –60

–120

Test potential (mV)

–100 –80 –60

–120

Test potential (mV)

–100 –80 –60–120

Test potential (mV)

–100 –80 –60

ORAI1β (n = 23)

ORAI1 (n = 16) 

ORAI1β (n = 6)
ORAI1 (n = 6) 

ORAI1β, Ba2+ (n = 8)
ORAI1, Ba2+ (n = 6)

a b c d

e h k

f i l

n

o

g j m

Fig. 1 AC8- and cav-binding site on ORAI1 are required for ORAI1 CDI. a Schematic of consensus domains unique to ORAI1. The first N-terminal 63 amino
acids are exclusive to ORAI1 (black). ORAI1β (red) starts at Methionine-64. The putative calmodulin (CaM)-binding domain is found in both ORAI1 and
ORAI1β. Recordings are from ORAI-KO cells co-expressing eYFP-STIM1 with either (b, e, h) ORAI1-CFP or (c, f, i) ORAI1β-CFP. Representative currents
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see Methods). d, g, j The extent of CRAC channel inactivation for ORAI1 and ORAI1β represented as current remaining at the end of the pulse (at 146ms;
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SEM. *p < 0.05, **p < 0.01, ***p < 0.001, ns, not significant, two-tailed Student’s t test was used for (d, g, j, n, o)
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~65% (Fig. 2d, e) significantly inhibited ORAI1 CDI (Fig. 2a–c).
AC8 protein knockdown had no additional effect on CDI of the
R31-33A-ORAI1-CFP mutant that is deficient in AC8 binding
(Supplementary Fig. 2d–f), supporting a role for AC8-ORAI1
interactions in mediating ORAI1 CDI. Importantly, AC8
knockdown had no effect on ORAI1β CDI (Supplementary
Fig. 2g–i), while side by side recordings showed that ORAI1 CDI
is inhibited (Supplementary Fig. 2j–l), suggesting that close
and specific association of AC8 with ORAI1 is a crucial deter-
minant for CDI. Conversely, overexpression of AC8 cDNA

(Supplementary Fig. 2m) enhanced ORAI1 CDI (Fig. 2f–i).
However, overexpression of an AC8 N-terminal truncation
mutant, which lacks the first 106 residues and is deficient in
ORAI1 binding14 (AC8M1; Fig. 2j) failed to affect ORAI1 CDI
(Fig. 2h, i). The Pearson’s coefficient of co-localized volume
between ORAI1/AC8 is 0.712 ± 0.034 versus 0.4675 ± 0.0588 for
ORAI1/AC8M1 (n= 5–8; Fig. 2j); also see FRET data in Wil-
loughby et al.14.

Pull-down assays showed that AC8 interacts robustly with
ORAI1-CFP but not with ORAI1β-CFP (Fig. 2k, l). Förster
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resonance energy transfer (FRET) microscopy (Fig. 2m–p)
further supported these results. For these FRET experiments,
constructs of AC8, ORAI1, and ORAI1β were tagged on their
N-termini. Unlike eYFP-ORAI1β, eYFP-ORAI1 showed a robust
constitutive interaction with CFP-AC8 (Fig. 2m–p), which was
not altered after maximal agonist stimulation (500 µM carbachol;
Fig. 2m–p).

The next logical step was to determine the role of AC8
enzymatic product, cAMP in CDI. We determined whether
enhancing cellular cAMP levels through either activation of
adenylyl cyclase by forskolin or by direct dialysis of cAMP
through the pipette would have an effect on ORAI1 CDI.
Forskolin addition to the bath solution (10 µM; Fig. 3a–c) or
dialysis of cAMP (100 µM; Fig. 3d–f) through the pipette, in both
cases significantly enhanced CDI. However, addition of forskolin
to the bath (Supplementary Fig. 3a-c) or cAMP to the pipette

(Supplementary Fig. 3d-f) at the same concentrations failed to
induce CDI in ORAI1β, indicating that a global cytosolic increase
in cAMP is not sufficient to rescue ORAI1β CDI and that cAMP
action requires the 63 amino acids exclusive to ORAI1.

PKA interaction with AKAP79 are required for ORAI1 CDI.
The major cytosolic targets for cAMP are protein kinase A (PKA)
and the exchange factor directly activated by cAMP (EPAC)23.
Addition of a membrane-permeant and specific activator of
EPAC proteins, 8-pCPT-AM at 10 µM to the bath, had no effect
on CDI of ORAI1 (Supplementary Fig. 4a–c), ruling out EPAC as
the mediator of cAMP action on ORAI1 inactivation. However,
a specific inhibitor of PKA, H89 (10 µM) inhibited ORAI1 CDI
to the same level whether CDI was recorded under basal condi-
tions (Fig. 3g–i) or when enhanced by inclusion of 100 µM cAMP
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Fig. 3 ORAI1 CDI requires cAMP and PKA. a–c Representative currents from ORAI1-KO cells co-expressing eYFP-STIM1 with ORAI1-CFP and treated in the
bath with either a vehicle or b Forskolin (10 µM). c The extent of ORAI1 CDI from (a) and (b) represented as current remaining at 146ms. Each data point
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(m), (n), and (o) represented as current remaining at 146ms. Each data point represents mean ± SEM. *p < 0.05, **p < 0.01, ***p < 0.001, two-tailed
Student’s t test was used for (c, f, i, l), and one-way ANOVA for (p)
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(Fig. 3j–l), suggesting a role of PKA in ORAI1 CDI. Similar
results were obtained with the use of a different PKA inhibitor,
KT5720 (5 µM; Supplementary Fig. 4d–f) while the same con-
centration of a structurally-related protein kinase G (PKG)
inhibitor, KT5823 (5 µM) was without effect on ORAI1 CDI
(Supplementary Fig. 4g–i).

AKAP proteins are essential for PKA function; they bind PKA
regulatory subunits and confine PKA to discrete locations near
its specific substrates24. Therefore, we set out to determine
whether the AKAP isoform widely expressed in HEK293 cells,
AKAP79 is preferentially associated with ORAI1 and required for
ORAI1 CDI. We used two independent conditions where we
expressed either full-length AKAP79 cDNA or a truncated
version of AKAP79 lacking the first 107 residues (Δ1-
107AKAP79), corresponding to the membrane-targeting
domain25. We expected that only full-length AKAP79 would
mediate enhancement of ORAI1 CDI. However, ORAI1 CDI was
unaffected by expression of either AKAP79 or Δ1-107AKAP79
(Supplementary Fig. 5a–d), suggesting that, as previously
reported26, under basal conditions endogenous AKAP79 in
HEK293 cells is not limiting. Indeed, when ORAI1 CDI was
enhanced by inclusion of forskolin (10 µM) in the bath,
expression of AKAP79 further enhanced ORAI1 CDI while Δ1-
107AKAP79 was without effect (Fig. 3m–p). Moreover, we used
FRET microscopy to show that AKAP79 associates with ORAI1,
but not with ORAI1β, and this association is not altered by
supramaximal stimulation of agonist (500 µM carbachol; Supple-
mentary Fig. 5e–h).

To provide evidence for specific interactions between PKA and
AKAP79 in ORAI1 CDI, we performed recordings where we
included in the pipette the stearated form of a peptide termed
st-Ht-31 (DLIEEAASRIVDAVIEQVKAAGAY; 10 µM), which
inhibits the interaction between the RII regulatory subunit of
PKA and AKAP27. We also performed separate recordings with
a corresponding negative control peptide (st-Ht-31P; 10 µM)
with disrupted structure by substitution of two isoleucine
residues with proline (DLIEEAASRPVDAVPEQVKAAGAY).
ORAI1 CDI was inhibited by the st-Ht-31 peptide whereas the
control st-Ht-31P peptide that is unable to inhibit PKA-AKAP79
interactions, had no effect (Fig. 4a–c).

Serine-34 on ORAI1 is phosphorylated by PKA and mediates
CDI. We reasoned that PKA phosphorylation of ORAI1 likely
mediates the effects of PKA on ORAI1 CDI. Although it is
unlikely that PKA-mediated phosphorylation of STIM1 could
mediate CDI exclusively in ORAI1 without affecting ORAI1β, we
also considered this possibility. In silico prediction (phosphosite.
org, and mbc.nctu.edu.tw) predicted serine-34 on ORAI1 (a
residue missing in ORAI1β) and threonine-389 on STIM1 as
strong candidates for PKA phosphorylation. PKA-mediated
phosphorylation of threonine-389 on STIM1 was recently
shown to mediate the activation of store-independent arachido-
nate-regulated Ca2+ (ARC) channels formed by heteromeric
associations between ORAI1 and ORAI328. Wild-type STIM1-
pVenus, and two STIM1 mutants in which threonine-389 was
mutated to either alanine (T389A STIM1-pVenus; phosphodefi-
cient) or glutamate (T389E STIM1-pVenus; phosphomimetic)
were co-expressed with ORAI1-CFP in STIM1/STIM2 double
knockout HEK293 cells that we generated using CRISPR/Cas9
technology and characterized for completely lacking both STIM1
and STIM2 proteins and SOCE (Supplementary Fig. 6a–c). Both
T389A and T389E STIM1 mutants were capable of supporting
ORAI1 CDI that is comparable to wild-type STIM1 (Supple-
mentary Fig. 6d–g), indicating that threonine-389 is not involved
in regulating ORAI1 CDI.

We also generated several ORAI1-CFP mutants of serine-34
which we co-expressed with eYFP-STIM1 in ORAI1-KO cells.
We generated a serine-34 to alanine (S34A) mutant, a mutation
of serine-34 to a positively charged residue, arginine (S34R) and
two phosphomimetic mutants with either glutamate (S34E) or
aspartate (S34D). The CDI of the phosphomimetic mutants (S34E
and S34D) was indistinguishable from that of wild-type ORAI1
(Fig. 4d, g–i). Interestingly, ORAI1 S34A consistently showed
significantly reduced CDI while ORAI1 S34R showed even more
reduced CDI compared with ORAI1 S34A (Fig. 4d–f, i),
implicating the negative charges added through phosphorylation
on serine-34 located at the extension of ORAI1 pore, in mediating
ORAI1 CDI. Further, we showed that unlike wild-type ORAI1,
ORAI1 S34A did not show enhancement of CDI when cAMP was
included in the pipette (Supplementary Fig. 6h–k), strongly
arguing that serine-34 is the target of PKA-mediated phosphor-
ylation on ORAI1. We also showed that ORAI1 CDI is driven
by Ca2+-mediated production of cAMP, because the difference
in CDI between wild-type ORAI1 and S34A ORAI1 observed in
Ca2+-containing bath solutions disappeared when recordings
were performed in Ba2+-containing bath solutions (Supplemen-
tary Fig. 7a–d).

CRAC channels are the subject of a less specific slow
inactivation process driven by global rise of cytosolic Ca2+,
which occurs within tens of seconds to minutes of activation
(Supplementary Fig. 7e)29. We show that slow inactivation of
ORAI1, ORAI1β and S34R ORAI1 (co-expressed with eYFP-
STIM1) are indistinguishable (Supplementary Fig. 7f, g),
supporting cAMP signaling as a specific and local regulator of
ORAI1 CDI.

To provide evidence that serine-34 is phosphorylated by PKA,
we performed phosphorylation assays with ORAI-KO cells
co-expressing STIM1 with either C-terminal eGFP-tagged ORAI1
or ORAI1-S34A. We used forskolin (10 µM) to stimulate cAMP
production and ORAI1 phosphorylation was detected by western
blot with an anti-phosphoserine specific antibody on immuno-
precipitated ORAI1-eGFP proteins (Fig. 4j, k). These assays
clearly demonstrated that ORAI1 phosphorylation is greatly
enhanced in response to stimulation with forskolin. However,
ORAI1 S34A showed undetectable phosphorylation either in the
absence or presence of forskolin (Fig. 4j, k), strongly arguing that
PKA induces phosphorylation of serine-34 on ORAI1 to mediate
CDI and that serine-34 is the major target for PKA phosphoryla-
tion of ORAI1.

AC8-mediated signaling events culminating in ORAI1 phos-
phorylation are likely not fast enough (5–50 ms range) to serve as
the actual trigger for ORAI1 CDI30. Comparison of S34A-ORAI1
CDI measured with either 10 mM EGTA or 20 mM BAPTA in
the pipette showed that CDI of S34A-ORAI1 is significantly
reduced in BAPTA compared with EGTA (Supplementary
Fig. 8a–c), suggesting that a distinct intracellular Ca2+ binding
site is linked to ORAI1 CDI and that phosphorylation of serine-
34 likely contributes to CDI by recruiting more ORAI1 channels
into an inactive state.

ORAI1, S34A-ORAI1, and ORAI1β showed identical levels of
PM expression and peak currents. Nevertheless, bigger unitary
conductance and open probability of ORAI1 compared with
S34A-ORAI1 and ORAI1β might contribute to its enhanced CDI.
Bigger single channel conductance might lead to higher Ca2+

concentrations next to individual ORAI1 channels at sites
inaccessible to BAPTA (see, e.g., ref. 31). Due to their extremely
low single channel activity32, direct measurements of CRAC
single channel conductance is not possible. As an alternative, we
compared patch clamp recordings performed with 10 mM EGTA
in the pipette and 20 mM Ca2+ in bath to recordings performed
with a combination of weaker intracellular buffer (1 mM EGTA
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in pipette, and 30 µM 1,4,5-IP3 to deplete the stores) and
enhanced driving force (50 mM Ca2+ in bath). We show that
differences in CDI between ORAI1, S34A-ORAI1, and ORAI1β
persist when a combination of low cytosolic buffer and enhanced
Ca2+ driving force is used (Supplementary Fig. 9), suggesting that
potential differences in unitary conductance between these
channel variants are unlikely to explain their different CDI.

STIM1 participates in CRAC channel inactivation because the
extent of fast CDI correlated with the STIM1/ORAI1 transfection
ratio and CRAC channels activated by the STIM1 minimal 100

amino-acid domain called STIM-ORAI activating region33 or
CRAC-activating domain34 (SOAR/CAD; residues 342–448)
showed reduced fast CDI34–36. Subsequent studies used truncated
constructs and identified a negatively charged region of STIM1
(residues 470–491) required for fast CDI10,11,37,38. Although both
ORAI1 and ORAI1β are gated by STIM1 and both generate
robust STIM1-dependent currents, weaker STIM1 binding to
ORAI1β versus ORAI1 might account for reduced ORAI1β CDI.
We measured ORAI1 and ORAI1β interactions with STIM1 using
FRET microscopy under basal conditions, after store depletion
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Fig. 4 PKA/AKAP79 and calcineurin reciprocally regulate ORAI1 CDI. a–c Representative currents from ORAI1-KO cells co-expressing eYFP-STIM1 with
ORAI1-CFP and dialyzed through patch pipette with 10 µM of either a the negative control st-Ht31 P peptide or b the st-Ht31 peptide. c The extent of ORAI1
CDI from (a) and (b) represented as current remaining at 146ms. Each data point represents mean ± SEM. d–i Representative currents from ORAI1-KO
cells co-expressing eYFP-STIM1 with either d wild-type ORAI1-CFP, e S34A ORAI1-CFP, f S34R ORAI1-CFP, g S34D ORAI1-CFP, or h S34E ORAI1-CFP.
i The extent of CDI from all ORAI1 variants represented as current remaining at 146ms. Each data point represents mean ± SEM. j Anti-phosphoserine
western blots on immunoprecipitated wild-type ORAI1-eGFP and S34A ORAI1-eGFP from proteins extracts of ORAI1-KO cells co-expressing eYFP-STIM1
with and without stimulation with Forskolin (10 µM). k Densitometry of phosphoserine/ORAI1 ratios from several independent experiments are shown as
boxplots representing the 25th to 75th percentile range, mean and median. l–o Representative currents from ORAI1-KO cells co-expressing eYFP-STIM1
with ORAI1-CFP and treated in the bath with either l vehicle,m FK506 (1 µM), or n cyclosporine A (CsA, 100 nM). o The extent of ORAI1 CDI from (l), (m),
and (n) represented as current remaining at 146ms. Each data point represents mean ± SEM. p–s Representative currents from ORAI1-KO cells co-
expressing eYFP-STIM1 with ORAI1-CFP and co-transfected with either p a control non-targeting siRNA, or q, r two independent siRNA sequences against
calcineurin regulatory subunit PPP3R1. s The extent of ORAI1 CDI from (p), (q), and (r) represented as current remaining at 146ms. Each data point
represents mean ± SEM. *p < 0.05, **p < 0.01, ***p < 0.001, two-tailed Student’s t test was used for (c, k), and one-way ANOVA for (i, o, s)
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with 2 µM thapsigargin and in presence of the PKA inhibitor H89
(10 µM). Unexpectedly, we discovered that on store depletion
ORAI1/STIM1 interactions were significantly less than those of
ORAI1β/STIM1 and PKA inhibition had no effect on those
interactions (Supplementary Fig. 10), suggesting that ORAI1 and
ORAI1β difference in CDI is independent of STIM1 binding.

Calcineurin opposes PKA-mediated enhancement of ORAI1
CDI. AKAP79 binds not only to PKA and PKC but also to the
serine/threonine phosphatase, calcineurin. Calcineurin, which is
known to mediate dephosphorylation that opposes PKA-
mediated phosphorylation28, interacts with AKAP79 and loca-
lizes near CRAC channels39. Pharmacological inhibition of cal-
cineurin with two specific inhibitors, FK506 (1 µM) or
cyclosporine A (100 nM) caused a significant enhancement of
ORAI1 CDI (Fig. 4l–o), suggesting that the balance between PKA
and calcineurin activities determines the extent of ORAI1 CDI.
These results were substantiated with molecular knockdown of
the regulatory subunit 1 of calcineurin (PPP3R1), which caused a
significant enhancement of ORAI1 CDI (Fig. 4p–s). RT-qPCR
experiments determined that HEK293 cells predominantly
express PPP3R1 mRNA with undetectable levels of PPP3R2
mRNA (Supplementary Fig. 11a). We also documented that
knockdown of PPP3R1 led to a significant decrease in PPP3R1
mRNA (Supplementary Fig. 11b) and protein (Supplementary
Fig. 11c, d).

CDI regulates Ca2+ oscillations and NFAT4 translocation. In
response to low physiological concentrations of agonist (5–15 µM
carbachol), Ca2+ signals take the shape of regenerative Ca2+

oscillations, the frequency of which is decoded by specific tran-
scription factors to drive specific gene programs40. These oscil-
lations are driven by Ca2+ release from the ER via IP3 receptors
but are sustained with time only when Ca2+ entry through CRAC
channels is active, which is necessary to replenish ER Ca2+

stores41. We sought to determine whether enhanced CDI of
ORAI1, which is associated with less Ca2+ entry through CRAC
channels13, translates into reduced oscillatory Ca2+ signaling in
ORAI1-expressing cells stimulated with low physiological con-
centrations of carbachol. To ascribe physiological significance to
our findings in these critical experiments, we used HEK293
ORAI1-KO cells in which we introduced plasmids encoding
either ORAI1-CFP or ORAI1β-CFP cDNA that were subcloned
to be expressed under the control of a weak thymidine kinase
(TK) promoter42 (Supplementary Fig. 11e, f; see also Supple-
mentary Fig. 1a). The use of TK promoter generates considerably
less expression than studies described thus far using the stronger
CMV promoter (see side by side comparison in Supplementary
Fig. 11e, f; see also Supplementary Fig. 1a, b). This approach
allowed rescue of each ORAI1 isoform expression in ORAI1-KO
cells at or near physiological levels and circumvented the need to
co-express eYFP-STIM1 cDNA, relying instead on endogenous
STIM1 for ORAI1 isoform gating. By comparison to ORAI1β-
expressing cells, ORAI1-expressing HEK293 cells showed reduced
frequency of Ca2+ oscillations, reduced number of cells display-
ing a sustained response in the shape of a plateau (defined as
traces with an initial transient that does not return to baseline;
representative trace in Supplementary Fig. 11o) and reduced
amplitude of these plateaus in response to 10 µM (Supplementary
Fig. 11h–j) and 15 µM carbachol (Fig. 5a–f; also Supplementary
Fig. 11l, m). By contrast, the number of cells showing a single
initial Ca2+ spike upon stimulation with return to baseline and
lack of additional response for the duration of recordings was
enhanced in ORAI1-expressing HEK293 cells (Supplementary
Fig. 11g, k). Representative trace for one spike event is shown in

Supplementary Fig. 11n while representative trace for regen-
erative oscillations shown in Supplementary Fig. 11p. Sig-
nificantly, ORAI1-KO cells expressing phosphorylation-deficient
S34A ORAI1-CFP and S34R ORAI1-CFP mutants (also driven by
the weak TK promoter and without co-expressed STIM1) showed
frequencies of total Ca2+ oscillations similar to those of ORAI1β-
expressing cells (Fig. 5c–f), while cells expressing ORAI1 S34D
phosphomimetic mutant had Ca2+ oscillations of equal frequency
to those of ORAI1-expressing cells (Fig. 5e, f).

We then designed experiments using the same system of
physiological (driven by TK promoter) and exclusive (without
STIM1) expression of either ORAI1-CFP or ORAI1β-CFP in
HEK293 ORAI1-KO cells, to test whether different agonist-
triggered oscillatory Ca2+ signatures generated by ORAI1 and
ORAI1β differentially impact the activation of two critical
isoforms of NFAT with distinct Ca2+ sensitivities, namely
NFAT1 and NFAT4. With each ORAI1 isoform, we co-
expressed one construct encoding either NFAT1-GFP or
NFAT4-GFP fusion proteins. We used live-cell imaging to
monitor NFAT-GFP isoform nuclear translocation upon stimula-
tion with either thapsigargin or carbachol. Complete NFAT1
nuclear translocation in ORAI1-expressing cells required robust
Ca2+ entry such as that induced by thapsigargin (2 µM TG;
Fig. 5g, h), while stimulation with a low concentration of agonist
(10 µM Cch; Fig. 5k, l; see inset) failed to induce any detectable
NFAT1 nuclear translocation across all cells studied. High
concentrations of agonist (300 µM Cch) caused only modest
NFAT1 translocation (Fig. 5i, j; see inset). While it was rather
clear that no differences existed between ORAI1 and ORAI1β in
their ability to support NFAT1 nuclear translocation (Fig. 5g–l),
NFAT1 movement to the nucleus was relatively slow (τ of
thapsigargin= 528 ± 52 s and 441 ± 37 s; and of carbachol= 488
± 49 s and 529 ± 55 s for ORAI1 and ORAI1β, respectively).
However, while both ORAI1 and ORAI1β supported NFAT4
nuclear translocation with similar magnitude and kinetics in
response to maximal CRAC channel activation with 2 µM
thapsigargin (Fig. 5m, n; τ= 432 ± 57 s and 440 ± 56 s for ORAI1
and ORAI1β, respectively), ORAI1β supported faster and more
robust NFAT4 nuclear translocation compared with ORAI1
under physiological concentrations of agonist (10 µM Cch)
stimulation (τ= 244 ± 18 s for ORAI1β vs 336 ± 27 s for ORAI1;
Fig. 5o, p; see also Fig. 5q–s for quantification).

Discussion
Previous studies reported in vitro Ca2+-dependent binding of
calmodulin (CaM) to an isolated ORAI1 N-terminal peptide
(residues 68–91; Fig. 1a) was curtailed when several point
mutations were introduced into the ORAI1 peptide (A73E;
W76E, A, or S; Y80E)10,43 and the same mutations inhibited CDI
when introduced into full-length ORAI110. However, despite
these findings, Ca2+-CaM binding to an isolated ORAI1 peptide
does not reflect binding to native ORAI1 channels within
the physiological context of living cells, because experimental
evidence using dominant-negative CaM mutants militated against
CaM involvement in CDI of CRAC channels44. Furthermore,
the crystal structure of Drosophila ORAI revealed the channel
to be a hexamer with the key residues proposed to bind CaM
(e.g., W76 and Y80) facing the pore lumen and not the cytosolic
side where they could interact with CaM45. Several mutagenesis
studies have identified critical regions in STIM1 and ORAI1
important for CDI. These include C-terminal residues 470–491 of
STIM110,11,37,38, and the critical interplay between the three
major cytosolic domains of ORAI1 (N-terminus, TM2-3 loop,
and C-terminus) as well as inner pore residues11,31,38,46,47,
highlighting the complexity of the mechanisms of CDI. Some
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residues in STIM1 and ORAI1 described in previous studies
might represent Ca2+ binding sites required for CDI. Further-
more, phosphorylation of serine-34 in ORAI1 might affect CDI
by altering STIM1 interaction with pore-lining residues. Clearly,
incorporation of previous findings with ours into a unifying
model of ORAI1 CDI requires additional studies.

Our results (summarized in Fig. 5t) show that ORAI1 couples
to Ca2+-activated AC8 and cAMP signaling through a sequence
(residues 26–34) in its N-terminal 63 amino acids, which are
absent from its shorter translational variant, ORAI1β. We show
strong associations between AC8 and ORAI1, by comparison
with AC8/ORAI1β interactions. Disruption of AC8/ORAI1
interactions by mutating the AC8-binding site or the caveolin-
binding site on ORAI1 and knockdown of AC8, each inhibit
ORAI1 CDI without effect on ORAI1β. Maneuvers that enhance
cytosolic cAMP levels including AC8 overexpression, activation

of adenylyl cyclase with forskolin or introduction of cAMP
directly into the cytosol through the patch pipette, enhance
ORAI1 CDI without affecting CDI of ORAI1β. We show that
cAMP mediates its effects on ORAI1 CDI through PKA catalytic
activity and requires PKA interaction with the anchoring protein
AKAP79 at the plasma membrane. PKA directly phosphorylates
ORAI1 on serine-34 to induce CDI and this effect of PKA is
opposed by the signaling action of the Ca2+-activated phospha-
tase calcineurin. Our findings contribute to understanding of
ORAI1 inactivation by uncovering a mechanism of ORAI1 fast
CDI and show that alternative translation-initiation of any
channel regulates intracellular signaling.

ORAI1 and ORAI1β do not appear to heteromerize and
instead form distinct homomeric channels12. Therefore, the
implication from our findings regarding the specific signals
exclusively controlled by ORAI1 are twofold: (1) forward
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Fig. 5 CDI regulates the frequency of ORAI1 Ca2+ oscillations and NFAT activation. a–f Representative traces depicting cytosolic Ca2+ oscillations
activated by 15 µM carbachol (Cch) and measured with the dye Fura5F in ORAI1-KO cells expressing different ORAI1 cDNA plasmids driven by the weak
TK promoter (without STIM1 co-expression). These are: a ORAI1-CFP, b ORAI1β-CFP, c S34A ORAI1-CFP, d S34R ORAI1-CFP, and e S34D ORAI1-CFP. f
Summary data of number of Ca2+ oscillations/15 min represented as boxplots showing the mean and median, with box representing the 25th to 75th
percentile range. g–p Representative fluorescence traces and corresponding images of g–l NFAT1-GFP and m–p NFAT4-GFP nuclear/total ratio changes
over time in response to thapsigargin (TG) and different concentrations of carbachol (Cch) in ORAI1-KO cells expressing either ORAI1-CFP (black traces),
or ORAI1β-CFP (red traces) driven by the weak TK promoter. ORAI1-KO cells transfected only with NFAT-GFP (pink traces) are shown. Data represented
as mean ± SEM. White arrows in picture points to NFAT-GFP nuclear translocation. Scale bar: 10 µm. Insets in (i) and (k) represent the same data on a
different y scale. q Peak, r slope, and s time constant of NFAT4-GFP nuclear translocation in response to 10 µM carbachol in ORAI1-KO cells expressing
either ORAI1-CFP, or ORAI1β-CFP. s Time constants could be reliably calculated only from a portion of cells. Data are represented as boxplots showing the
25th to 75th percentile range, mean and median of the peak, slope and time constant. t Cartoon summarizing findings from the current study. *p < 0.05,
**p < 0.01, ***p < 0.001, two-tailed Student’s t test was used for (f, q, r, s)
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signaling from ORAI1 to cAMP can control specific gene tran-
scription, most notably through activation of cAMP-responsive
element binding (CREB) transcription factors, which are involved
in transcription of metabolic genes48 and (2) reverse signaling
from cAMP to ORAI1 can enhance ORAI1 CDI to limit Ca2+

entry and fine-tune ORAI1 Ca2+ signature and NFAT activation.
Our results show that enhanced CDI of ORAI1 generates low
frequency Ca2+ oscillations driven by low physiological con-
centrations of a G protein-coupled receptor (GPCR) agonist.
While Ca2+ oscillations result from Ca2+ release through IP3
receptors embedded in the ER membrane, Ca2+ entry through
CRAC channels is required to replenish the ER reserves and
sustain these oscillations41,49. Therefore, the low frequency of
ORAI1-mediated Ca2+ oscillations (compared with ORAI1β) is
the direct result of CDI.

The major transcription factors activated by Ca2+ originating
from CRAC channels are NFAT isoforms (NFAT1-4)39,50.
NFAT1 and NFAT4 isoforms possess distinct activation kinetics;
whereas NFAT4 shows fast nuclear localization, NFAT1 nuclear
translocation is slow15–17. Here we show that NFAT1 requires a
robust CRAC-mediated Ca2+ signal for nuclear translocation.
Even when supramaximal concentrations of GPCR agonist are
used, only slight NFAT1 movement to the nucleus is detected and
this translocation is robust only when maximal activation of
CRAC channels is achieved through pharmacological depletion of
ER stores with thapsigargin. However, NFAT4 migration to the
nucleus is fast and is readily observed when low physiological
concentrations of GPCR agonist are used to stimulate cells.
Previous studies showed that different frequencies of oscillatory
Ca2+ signals activate different families of Ca2+-sensitive tran-
scription factors51. Here we show that an isoform of the same
family of transcription factors is differentially activated depend-
ing on the extent of ORAI1 CDI. NFAT1 nuclear translocation,
which requires robust Ca2+ signals is supported equally by both
ORAI1 and ORAI1β. However, NFAT4, which is activated by low
physiological concentrations of GPCR agonizts, is preferentially
activated by ORAI1β. Previous studies showed that unlike
NFAT2 and NFAT4 isoforms, which regulate physiological
functions such as cell proliferation and secretion, NFAT1 is pro-
apototic and its activation causes cell cycle arrest and death16,52.
Therefore, the implication from our data is that CDI is not merely
a means to curtail pathophysiological Ca2+ overload-mediated
cellular toxicity under conditions of supramaximal stimulation,
but rather CDI acts as a modulator of signaling and transcription
factor activation that enhances the diversity of Ca2+ signaling
pathways under physiological conditions. Thus we show that CDI
differentially regulate transcription factor activation.

AC8 expression is elevated in cells of neuro-epithelial lineage
such as HEK293 cells. Whether ORAI1 CDI is more prominent in
these primary cell types to mediate specific physiological func-
tions requires future clarifications. Based on our work, it is rea-
sonable to propose that the relative proportions of ORAI1 versus
ORAI1β and the abundance of AC8 in a given cell type alters
cellular signaling to fine-tune signaling and transcription. The
distinction between ORAI1 and ORAI1β and their relative pro-
portions compared with each other and to AC8 in primary cell
types and their impact on cell signaling, transcription and phy-
siological function awaits investigation.

Methods
Generating ORAI1 knockout HEK293 cells using CRISPR/Cas9. ORAI1
sequence-specific guide RNAs were inserted into the lentiCRISPR v2 vector
(Addgene, Plasmid #52961) with the BsmBI restriction site to create a gRNA-Cas9-
encoding plasmid. The complete list of primers used is included in Supplementary
Table 2. HEK293 cells (ATCC, CRL-1537) were transfected with the gRNA-Cas9
plasmid using the Amaxa Nucleofector (Lonza, Nucleofector™ 2b Device) and the
cell line Nucleofector Kit (Lonza, VCA-1003) according to the manufacturer’s

protocol (Q-001). Forty-eight hours after transfection, cells were cultured in
DMEM supplemented with 10% fetal bovine serum, penicillin, and streptomycin
containing puromycin (2 μg/ml) (Gemini Bio Products, West Sacramento, CA)
in 5% CO2 at 37 °C. Six days after puromycin selection, cells were collected and
seeded at one cell per well into 96-well plates. Disruption of the ORAI1 gene
in individual colonies was detected using the Guide-it Mutation Detection Kit
(Clontech Laboratories, 631443) and confirmed by sequencing, as well as western
blotting and functional Ca2+ imaging assays. The ORAI1 knockout HEK293 cell
line generated was named ORAI1-KO HEK293. The ORAI1 guide RNA used in
this study was: 5′-GTTGCTCACCGCCTCGATGT-3′.

Generating STIM1/2 knockout HEK293 cells. The procedures of generating
STIM1 knockout, STIM2 knockout, and STIM1/2 double knockout HEK293 cell
lines are similar to those for ORAI1-KO HEK293 cells, except for guide RNAs.
Guide RNA for STIM1: 5′-TGATGAGCTTATCCTCACCA-3′. Guide RNA for
STIM2: 5′-AGATGGTGGAATTGAAGTAG-3′.

Constructs and transfections. To generate a vector exclusively expressing long
ORAI1, we used a wild-type ORAI1-CFP cDNA clone in which we exchanged the
relatively weak native Orai1 Kozak sequence upstream of the first ATG start site
(TGCTCCATG) with a stronger Kozak sequence (GCCACCATG), thus forcing the
translational machinery to exclusively start at the first ATG. For a vector exclu-
sively expressing ORAI1β, the first ATG start site of ORAI1-CFP cDNA was
mutated to GCG (alanine), leaving only the start site at methionine-6412,13 (see
Supplementary Table 2 for primers used). To obtain non-tagged AC8 from YFP-
AC8, we used Clontech in-fusion HD cloning method and designed two primers
(see Supplementary Table 2) to get the YFP tag out, gel purified the PCR product
and fuse it to get non-tagged AC8. The same cloning method was used to generate
Δ1-107-AKAP79-GFP, lacking the first 107 residues (primers listed in Supple-
mentary Table 2). To swap different fluorescent tags between constructs, we used
a first set of primers (pair 1; Supplementary Table 2) to amplify the fluorescent
protein we need to have in the final construct and used the second primer pair
(pair 2; Supplementary Table 2) to remove the original tag and amplify the vector,
then gel purified both PCR products and used Clontech in-fusion HD kit to fuse
both products together. A similar strategy was used to swap CMV promoter with
TK promoter (pair 1 and pair 2; Supplementary Table 2), except that both PCR
products were cut with Nhe1 before ligation. HEK293 cells and ORAI1 knockout
(ORAI1-KO) and STIM1/STIM2 double knockout HEK293 cells were grown
in Dulbecco’s modified Eagle’s medium (DMEM) supplemented with 10% (v/v)
heat-inactivated fetal bovine serum, penicillin (100 U/ml), and streptomycin
(100 mg/ml) and maintained in a humidified 95% air and 5% CO2 incubator at
37 °C. In total, 1 × 106 cells were transfected with Lipofectamine 2000 (Invitrogen)
or Nucleofector II Device (Amaxa Biosystems) and placed onto 30-mm round glass
coverslips (#1.5 thickness) in 6-well plates. For patch clamp recordings, 4.0 µg
of a plasmid encoding eYFP-STIM1 and 1.0 µg of a plasmid encoding either
ORAI1-CFP or ORAI1β-CFP were used. For siRNA against AC8 experiments,
siRNA oligonucleotides, and non-targeting control siRNA were transfected at a
final concentration of 300 nM. For siRNAs against PPP3R1 and PPP3R2 experi-
ments, siRNAs oligonucleotides, and non-targeting control siRNA were transfected
at a final concentration of 250 nM. Cells were used 24–48 h post transfection.
The siRNA used throughout the study are reported in Supplementary Table 3.

Patch clamp electrophysiology. We used ORAI1-KO cells transfected with 4.0 µg
of a plasmid encoding eYFP-STIM1 and 1.0 µg of a plasmid encoding either
ORAI1-CFP or ORAI1β-CFP. This 4:1 STIM1/ORAI1 transfection ratio was used
throughout the study to ensure that STIM1 proteins are not limiting and maximal
CDI is attained10,36. To reliably obtain large CRAC currents, cDNA plasmids
encoding STIM1, ORAI1, and ORAI1β were driven by the robust cytomegalovirus
(CMV) promoter and CRAC channel recordings were performed 24–48 h post
transfection. HEK293 cells were seeded onto glass coverslips in the 6-well plates
24 h before electrophysiological recordings. We used fluorescence microscope to
identify transfected cells with sufficient intensity of fluorescence of tagged protein.
Traditional patch clamp electrophysiological recordings were carried out using
an Axopatch 200B and Digidata 1440A (Molecular Devices) as previously
published53,54. Pipettes were pulled from borosilicate glass capillaries (World
Precision Instruments) with a P-1000 Flaming/Brown micropipette puller (Sutter
Instrument Company) and polished using DMF1000 (World Precision Instru-
ments). Resistances of filled pipettes were 1.5–4МΩ. Under whole-cell config-
uration, only cells with <8МΩ series resistances and tight seals (> 8 GΩ) were
chosen to perform recordings. Clampfit 10.3 software was used for data analysis.
Bath solution: 115 mM Na-methanesulfonate, 10 mM CsCl, 1.2 mM MgSO4,
10 mM Hepes, 20 mM CaCl2, and 10 mM glucose (pH 7.4 with NaOH). Pipette
solution: 135 mM Cs-methanesulfonate, 10 mM EGTA, 8 mM MgCl2, and 10 mM
Hepes (pH 7.2 with CsOH). Immediately after break-in and before CRAC currents
have developed, we ran a stimulus protocol consisting of families of 150 ms voltage
steps (from+ 30 mV holding potential to −120, −100, −80, and −60 mV). We
allowed 2 s interval between steps. At the beginning of each pulse, a 2.5 ms voltage
step to 0 mV was used to eliminate residual capacitative artifacts from cell capa-
citance (Supplementary Fig. 1f). This first voltage step recording was used for leak
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subtraction. Next, a 250 ms voltage ramp from + 100 to −140 mV was adminis-
tered every 2 s until CRAC currents reached steady-state level (usually within
150–300 s). Once steady state for CRAC current activation was achieved, CDI was
determined by performing a second round of voltage steps, using the same protocol
used during the first round described above. CDI was quantified as the remaining
current measured at 146 ms from the peak current at the beginning of the pulse.
The time course of ORAI1 CDI was fitted with a bi-exponential function: (I= I0+
A1e−t/τ1+A2e−t/τ2); I is current, I0 is steady-state current, A1 and A2 are ampli-
tudes, and τ1 (fast) and τ2 (slow) are time constants of inactivation. Supplementary
Table 4 shows statistical analysis of all patch clamp data reported in each figure
panel.

Measurements of Ca2+ oscillations. For Ca2+ oscillations, we used the lower
affinity indicator Fura-5F [Kd= 400 nM] to better resolve oscillations and to ensure
that the data are well below dye saturation; most of the ratios were < 2.0, well below
the average observed Rmax of 5.6. Glass coverslips with attached HEK293 cells
were mounted in a Teflon chamber and incubated in DMEM with 4 µM Fura-5F-
AM at 37 °C incubator for 40 min. After incubation, cells were immediately rinsed
three times with a Hepes-buffered salt solution (140 mM NaCl, 4.7 mM KCl, 1.13
mM MgCl2, 10 mM HEPES, 2.0 mM CaCl2, and 10 mM glucose, with pH 7.4
adjusted by NaOH) and incubated at room temperature for 10 min prior to ima-
ging. Then glass coverslips with attached HEK293 cells were mounted onto a
Nikon TS100 inverted microscope equipped with a ×20 Fluor objective (0.75
numerical aperture), and fluorescence images were recorded and analyzed with a
digital fluorescence imaging system (InCyt Im2, Intracellular Imaging Inc.)
equipped with a light-sensitive charge-coupled device camera (Cooke PixelFly,
Applied Scientific Instrumentation). Fura-5F fluorescence was monitored by
alternately exciting the dye at 340 and 380 nm and collecting the emission at
510 nm. Changes in intracellular calcium are represented as the ratio of Fura-5F
fluorescence due to excitation at 340 nm to that due to excitation at 380 nm (ratio,
F340/F380). The ratio changes in fields of Fura-5F-loaded cells were collected from
multiple regions of interest (ROIs), with each ROI representing an individual cell.
Typically, 10–30 ROIs were monitored per experiment.

Ca2+ measurements. Ca2+ measurements were performed as above with few
minor changes. Coverslips with attached cells were mounted in a Teflon chamber
and incubated at 37 °C for 1 h in culture medium (DMEM with 10% FBS) con-
taining 2 μM Fura2-AM (Molecular Probes, Eugene, OR). Cells were then washed
and bathed in Hepes-buffered saline solution (in mM): 140 NaCl, 1.13 MgCl2, 4.7
KCl, 2 CaCl2, 10 D-glucose, and 10 HEPES, with pH adjusted to 7.4 with NaOH for
10 min before Ca2+ was measured. Fluorescence images of several cells were
recorded and analyzed with a digital fluorescence imaging system (InCyt Im2,
Intracellular Imaging, Cincinnati, OH). Fura2 fluorescence at an emission wave-
length of 510 nm was induced by excitation of Fura 2 alternately at 340 and
380 nm. The ratio of fluorescence at 340 nm to that at 380 nm was obtained on a
pixel-by-pixel basis. All experiments were performed at room temperature.

FRET measurements. FRET signals were measured between transiently expressed
N-terminally tagged YFP-ORAI1/β and CFP-AC8/AKAP, or between C-terminally
tagged ORAI1/β-CFP and STIM1-YFP using a Leica DMI 6000B inverted auto-
mated fluorescence microscope equipped with CFP (438Ex/483Em), YFP (500Ex/
542Em), and FRET (438Ex/542Em) filter cubes. For ORAI1/β and STIM1 con-
structs, which show high levels of expression and relatively fast interactions on
store depletion, FRET images were captured every 20 s for a total of 10 min. For
experiments measuring FRET interactions between ORAI1/β and AC8/AKAP,
AC8, and AKAP constructs show low expression levels and only constitutive
interactions with ORAI1/β. For assessing potential long-term interactions between
ORAI1/β and AC8/AKAP induced by agonist stimulation, experiments were per-
formed for a total of 40 min. As such, images were captured every 10 min to
minimize potential photobleaching.

Three sets of images (CFP, YFP, and FRET) were collected at room temperature
using a ×40 oil objective (N.A.1.35; Leica) at each time point and processed using
SlideBook 6.0 software (Intelligent Imaging Innovations). Exposure times for the
CFP, YFP, and FRET channels were 1000 ms. Three-channel corrected FRET was
calculated using the formula: FC= IDA− Fd/Dd × IDD− Fa/Da × IAA. IDD,
IAA, and IDA represent the intensity of the background-subtracted CFP, YFP, and
FRET images, respectively. FC is equal to the corrected energy transfer. Fd/Dd is
the experimentally measured bleed-through of CFP through the FRET filter (0.50),
and Fa/Da is the experimentally measured bleed-through of YFP through the FRET
filter (0.025). The E-FRET method was used to analyze 3-cube FRET images as
described by ref. 55 using the formula: Eapp= Fc/(FC+G × IDD), where G is
the instrument specific constant, which was determined by measuring the CFP
fluorescence increase after YFP acceptor photo-bleaching using HEK293 cells
transiently transfected with eYFP-eCFP calibrator construct. The value of G was
calculated and is 1.9 ± 0.1. For all E-FRET summary data, the regions of interest
were close to the plasma membrane, and only cells with similar YFP/CFP ratios
were used for E-FRET analysis. For quantification of co-localization between AC8
(or AC8M1 mutant) and ORAI1, ROIs were drawn on the perimeter of cells and

the Pearson’s correlation coefficient was calculated using Image J software and
the Coloc 2 plugin.

Pull-down and phosphorylation assays. Cells were washed with chilled PBS and
lysed in 400 µl RIPA buffer (Sigma-R0278) containing cocktail of protease inhi-
bitors (Invitrogen-A32975) and phosphatase inhibitors (Thermo-88667). To probe
for PKA-mediated ORAI1 phosphorylation, cells were incubated with or without
10 µM Forskolin (Sigma-F6886) for 15 min at room temperature before being
scraped and lysed in chilled RIPA buffer. Co-immunoprecipitation was performed
using Dynabeads co-immunoprecipitation kit (Invitrogen-14321D). According to
the manufacturer protocol, the beads were coated with mouse anti-GFP antibody
(R and D Systems-MAB42401) to immunoprecipitate eGFP-ORAI1. Equal amount
of protein was added to the antibody-coated beads and manufacturer protocol was
followed to elute the protein complex. Each step was performed at 4 °C. The eluted
protein was resolved in 4–12% gel (NuPAGE Bis-Tris precast gels, Life Technol-
ogies-NP0321) and analyzed using western blotting with anti-ORAI1 (Sigma-
O8264, 1:4000) or anti-phosphoserine (Millipore-AB1603, 1:1000). A similar
protocol was used for pull-down assays between untagged AC8 and either ORAI1-
CFP or ORAIβ-CFP. Beads were coated with mouse anti-GFP antibody to
immunoprecipitate eGFP-ORAI1, followed by elution of the protein complex and
western blotting with anti-ORAI1 or anti-AC8 antibodies.

Western blots. Cells were washed with chilled PBS and lysed in 100 µl RIPA buffer
(Sigma-R0278) containing cocktail of protease inhibitors (Invitrogen-A32975). 20
µg of protein extract was loaded on a 4–12% gel (NuPAGE Bis-Tris precast gels,
Life Technologies-NP0321) and transferred to a polyvinylidene difluoride mem-
brane. The membrane was incubated in 0.1% TBST with 5% non-fat dry milk (Bio-
Rad-1706404) for 2 h at room temperature. For probing with anti-phosphoserine
antibody, the membrane was incubated for 2 h at room temperature in 0.05% TBST
with 5% BSA (VWR-97061416). Then the blot was incubated overnight at 4 °C
with primary anti-phosphoserine antibody. Primary antibodies were used at the
following dilutions: rabbit-anti-ORAI1 (Sigma-O8264) 1:4000; rabbit-anti-
Phosphoserine (Millipore-AB1603) 1:1000, rabbit-anti-ADCY8 (AC8; Proteintech-
55065-1-AP) 1:4000, and mouse anti-GFP (R and D Systems-MAB42401). The
membrane was washed with 0.1% TBST for 10 min (three times) at room
temperature and followed by incubation in secondary antibody for 2 h at room
temperature. Secondary antibodies: HRP-conjugated anti-Mouse IgG (Invitrogen
A27025), dilution 1:4000; and HRP-conjugated anti-rabbit (Jackson Immuno
Research-323005021), dilution 1:5000. The membrane was washed with 0.1% TBST
for 10 min (three times) at room temperature. Then the peroxidase activity was
detected by ECL prime western blotting detection regent (GE healthcare-
RPN2232). Densitometry analysis of the bands on membranes was performed
using ImageJ.

NFAT nuclear translocation assays. For NFAT-GFP nuclear translocation
experiments, 1.5 × 106 cells were transfected with 1.0 µg of NFAT-GFP plasmids
and 0.5 µg of TK-ORAI1/β plasmids using Lipofectamine 2000. Fluorescence
imaging was performed on a Leica DiM8 confocal microscope with a ×40 objective.
After baseline recordings, carbachol (Cch) or thapsigargin (TG) were added at
1 min. A ratio of nuclear NFAT-GFP to total NFAT-GFP was calculated on a cell
by cell basis.

Quantitative PCR. RT-qPCR was performed following established methods. Cells
were first homogenized in TRIzol (Invitrogen) and total RNA isolated according to
the manufacturer protocol. Total RNA was then quantified using a nanodrop
2000 spectrophotometer (Thermo Scientific). A volume corresponding to 1 µg of
total RNA was reverse transcribed into cDNA using the High-Capacity cDNA
Reverse Transcription Kit (Applied Biosystems). Total cDNA (6 µl) was then added
to SYBR Green qPCR Master Mix (Applied Biosystems), and the corresponding
primers added resulting in a 20 µl reaction. Samples were then loaded into a 96-
well plate and data from the resulting reaction was collected and quantified using
the QuantStudio 3 real-time PCR system (Applied Biosystems). The PCR protocol
for all reactions began with an initial activation of 2 min at 50 °C step followed by
a 95 °C 2-min melt step. The initial steps were followed by 40 cycles that began
at 95 °C for 15 s followed by 54.3 °C for 15 s and 72 °C for 30 s. After completion
of 40 cycles, a standard melt curve was generated to ensure primer specificity. All
primer sequences used are provided within supplementary table 2. Analysis of
target and control samples was carried out using the comparative Ct method.
Experimental samples were normalized to the reference gene glyceraldehyde-3-
phosphate dehydrogenase (GAPDH). All data were generated in technical and
biological triplicates to ensure reproducibility.

Quantification. ImageJ software was used for quantifying protein levels from
western blots. InCytim2 V5.35 software was used for quantifying fluorescence
signals from Ca2+ imaging assays. SlideBook 6.0 software was used for quantifying
FRET fluorescence signals. LAS X Life Science Microscope Software was used for
quantifying NFAT1-GFP and NFAT4-GFP nuclear translocation.
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Statistical analysis. All data are expressed as mean ± SEM. Statistical analyses
comparing two experimental groups were performed using two-sample t-test with
Origin 9.0 software. Statistical analyses comparing more than two experimental
groups were performed using one-way ANOVA with Origin 9.0 software. See
Supplementary Table 4 for quantification of all patch clamp electrophysiology data.
Throughout the figures *, **, and *** indicates p-values of < 0.05, < 0.01, and
< 0.001, respectively. Differences were considered significant when p < 0.05.

Reporting summary. Further information on experimental design is available in
the Nature Research Reporting Summary linked to this article.

Data availability
Data supporting the findings of this manuscript are available from the corresponding
authors upon reasonable request. A reporting summary for this Article is available as
a Supplementary Information file. The source data underlying Figs. 1d, 1g, 1j, 1n, 1o, 2c,
2e, 2i, 2l-2n, 3c, 3f, 3i, 3l, 3p, 4c, 4i, 4k, 4o, 4s, 5f, 5q-s and Supplementary Figs. 1e, 1g, 1h,
1k, 1n, 2c, 2f, 2i, 2l, 3c, 3f, 4c, 4f, 4i, 5d, 5e, 5f, 6g, 6k, 7d, 7g, 8c, 9d, 9h, 10a, 10b, 10c, 10d,
11a, 11b, 11d and uncropped gels and blots are provided as a Source Data file.

Received: 12 November 2018 Accepted: 20 March 2019

References
1. Putney, J. W. Jr. A model for receptor-regulated calcium entry. Cell Calcium 7,

1–12 (1986).
2. Prakriya, M. & Lewis, R. S. Store-operated calcium channels. Physiol. Rev. 95,

1383–1436 (2015).
3. Trebak, M. & Putney, J. W. Jr. ORAI calcium channels. Physiology. (Bethesda).

32, 332–342 (2017).
4. Hoth, M. & Penner, R. Depletion of intracellular calcium stores activates a

calcium current in mast cells. Nature 355, 353–356 (1992).
5. Takemura, H., Hughes, A. R., Thastrup, O. & Putney, J. W. Jr. Activation

of calcium entry by the tumor promoter thapsigargin in parotid acinar cells.
Evidence that an intracellular calcium pool and not an inositol phosphate
regulates calcium fluxes at the plasma membrane. J. Biol. Chem. 264,
12266–12271 (1989).

6. Lacruz, R. S. & Feske, S. Diseases caused by mutations in ORAI1 and STIM1.
Ann. N. Y. Acad. Sci. 1356, 45–79 (2015).

7. Nesin, V. et al. Activating mutations in STIM1 and ORAI1 cause overlapping
syndromes of tubular myopathy and congenital miosis. Proc. Natl Acad. Sci.
USA 111, 4197–4202 (2014).

8. Trebak, M. & Kinet, J. P. Calcium signalling in T cells. Nat. Rev. Immunol.
https://doi.org/10.1038/s41577-018-0110-7 (2019).

9. Zhou, Y. et al. The STIM-Orai coupling interface and gating of the Orai1
channel. Cell Calcium 63, 8–13 (2017).

10. Mullins, F. M., Park, C. Y., Dolmetsch, R. E. & Lewis, R. S. STIM1 and
calmodulin interact with Orai1 to induce Ca2+ -dependent inactivation of
CRAC channels. Proc. Natl Acad. Sci. USA 106, 15495–15500 (2009).

11. Lee, K. P. et al. Molecular determinants of fast Ca2+-dependent inactivation
and gating of the Orai channels. Proc. Natl Acad. Sci. USA 106, 14687–14692
(2009).

12. Fukushima, M., Tomita, T., Janoshazi, A. & Putney, J. W. Alternative
translation initiation gives rise to two isoforms of Orai1 with distinct plasma
membrane mobilities. J. Cell. Sci. 125, 4354–4361 (2012).

13. Desai, P. N. et al. Multiple types of calcium channels arising from alternative
translation initiation of the Orai1 message. Sci. Signal. 8, ra74 (2015).

14. Willoughby, D. et al. Direct binding between Orai1 and AC8 mediates
dynamic interplay between Ca2+ and cAMP signaling. Sci. Signal. 5, ra29
(2012).

15. Yissachar, N. et al. Dynamic response diversity of NFAT isoforms in
individual living cells. Mol. Cell 49, 322–330 (2013).

16. Srikanth, S., Woo, J. S., Sun, Z. & Gwack, Y. Immunological disorders:
regulation of Ca2+ signaling in T lymphocytes. Adv. Exp. Med. Biol. 993,
397–424 (2017).

17. Srinivasan, M. & Frauwirth, K. A. Reciprocal NFAT1 and NFAT2 nuclear
localization in CD8+ anergic T cells is regulated by suboptimal calcium
signaling. J. Immunol. 179, 3734–3741 (2007).

18. Hooper, R. et al. Novel protein kinase C-mediated control of Orai1 function in
invasive melanoma. Mol. Cell. Biol. 35, 2790–2798 (2015).

19. Kawasaki, T., Ueyama, T., Lange, I., Feske, S. & Saito, N. Protein kinase
C-induced phosphorylation of Orai1 regulates the intracellular Ca2+ level via
the store-operated Ca2+ channel. J. Biol. Chem. 285, 25720–25730 (2010).

20. Calloway, N. et al. Stimulated association of STIM1 and Orai1 is regulated by
the balance of PtdIns(4,5)P(2) between distinct membrane pools. J. Cell. Sci.
124, 2602–2610 (2011).

21. Yu, F., Sun, L. & Machaca, K. Constitutive recycling of the store-operated
Ca2+ channel Orai1 and its internalization during meiosis. J. Cell. Biol. 191,
523–535 (2010).

22. Delint-Ramirez, I., Willoughby, D., Hammond, G. R., Ayling, L. J. & Cooper,
D. M. Palmitoylation targets AKAP79 protein to lipid rafts and promotes its
regulation of calcium-sensitive adenylyl cyclase type 8. J. Biol. Chem. 286,
32962–32975 (2011).

23. Sassone-Corsi, P. The cyclic AMP pathway. Cold Spring Harb. Perspect. Biol.
4, a011148 (2012).

24. Carnegie, G. K., Means, C. K. & Scott, J. D. A-kinase anchoring proteins: from
protein complexes to physiology and disease. IUBMB Life 61, 394–406 (2009).

25. Cong, M. et al. Regulation of membrane targeting of the G protein-coupled
receptor kinase 2 by protein kinase A and its anchoring protein AKAP79.
J. Biol. Chem. 276, 15192–15199 (2001).

26. Zhang, X., Li, L. & McNaughton, P. A. Proinflammatory mediators modulate
the heat-activated ion channel TRPV1 via the scaffolding protein AKAP79/
150. Neuron 59, 450–461 (2008).

27. Carr, D. W., Stofko-Hahn, R. E., Fraser, I. D., Cone, R. D. & Scott, J. D.
Localization of the cAMP-dependent protein kinase to the postsynaptic
densities by A-kinase anchoring proteins. Characterization of AKAP 79.
J. Biol. Chem. 267, 16816–16823 (1992).

28. Thompson, J. L. & Shuttleworth, T. J. Anchoring protein AKAP79-mediated
PKA phosphorylation of STIM1 determines selective activation of the ARC
channel, a store-independent Orai channel. J. Physiol. 593, 559–572 (2015).

29. Li, X. et al. Calmodulin dissociates the STIM1-Orai1 complex and STIM1
oligomers. Nat. Commun. 8, 1042 (2017).

30. Dessauer, C. W. & Gilman, A. G. The catalytic mechanism of mammalian
adenylyl cyclase. Equilibrium binding and kinetic analysis of P-site inhibition.
J. Biol. Chem. 272, 27787–27795 (1997).

31. Scrimgeour, N. R., Wilson, D. P. & Rychkov, G. Y. Glu106 in the Orai1 pore
contributes to fast Ca2+-dependent inactivation and pH dependence of Ca2+

release-activated Ca2+ (CRAC) current. Biochem. J. 441, 743–753 (2012).
32. Zweifach, A. & Lewis, R. S. Mitogen-regulated Ca2+ current of T lymphocytes

is activated by depletion of intracellular Ca2+ stores. Proc. Natl Acad. Sci. USA
90, 6295–6299 (1993).

33. Yuan, J. P. et al. SOAR and the polybasic STIM1 domains gate and regulate
Orai channels. Nat. Cell Biol. 11, 337–343 (2009).

34. Park, C. Y. et al. STIM1 clusters and activates CRAC channels via direct
binding of a cytosolic domain to Orai1. Cell 136, 876–890 (2009).

35. Hoover, P. J. & Lewis, R. S. Stoichiometric requirements for trapping and
gating of Ca2+ release-activated Ca2+ (CRAC) channels by stromal
interaction molecule 1 (STIM1). Proc. Natl Acad. Sci. USA 108, 13299–13304
(2011).

36. Scrimgeour, N., Litjens, T., Ma, L., Barritt, G. J. & Rychkov, G. Y. Properties
of Orai1 mediated store-operated current depend on the expression levels
of STIM1 and Orai1 proteins. J. Physiol. 587, 2903–2918 (2009).

37. Derler, I. et al. A Ca2(+ )release-activated Ca2(+ ) (CRAC) modulatory
domain (CMD) within STIM1 mediates fast Ca2(+ )-dependent inactivation
of ORAI1 channels. J. Biol. Chem. 284, 24933–24938 (2009).

38. Mullins, F. M. & Lewis, R. S. The inactivation domain of STIM1 is functionally
coupled with the Orai1 pore to enable Ca2+-dependent inactivation.
J. Gen. Physiol. 147, 153–164 (2016).

39. Vaeth, M. & Feske, S. NFAT control of immune function: New Frontiers
for an Abiding Trooper. F1000Res. 7, 260 (2018).

40. Berridge, M. J. The inositol trisphosphate/calcium signaling pathway in health
and disease. Physiol. Rev. 96, 1261–1296 (2016).

41. Dupont, G., Combettes, L., Bird, G. S. & Putney, J. W. Calcium oscillations.
Cold Spring Harb. Perspect. Biol. 3, a004226 (2011).

42. Korzeniowski, M. K., Manjarres, I. M., Varnai, P. & Balla, T. Activation of
STIM1-Orai1 involves an intramolecular switching mechanism. Sci. Signal. 3,
ra82 (2010).

43. Liu, Y. et al. Crystal structure of calmodulin binding domain of orai1 in
complex with Ca2+ calmodulin displays a unique binding mode. J. Biol. Chem.
287, 43030–43041 (2012).

44. Mullins, F. M., Yen, M. & Lewis, R. S. Orai1 pore residues control CRAC
channel inactivation independently of calmodulin. J. Gen. Physiol. 147,
137–152 (2016).

45. Hou, X., Pedi, L., Diver, M. M. & Long, S. B. Crystal structure of the calcium
release-activated calcium channel Orai. Science 338, 1308–1313 (2012).

46. Frischauf, I. et al. Cooperativeness of Orai cytosolic domains tunes subtype-
specific gating. J. Biol. Chem. 286, 8577–8584 (2011).

47. Srikanth, S., Jung, H. J., Ribalet, B. & Gwack, Y. The intracellular loop of
Orai1 plays a central role in fast inactivation of Ca2+ release-activated Ca2+

channels. J. Biol. Chem. 285, 5066–5075 (2010).

ARTICLE NATURE COMMUNICATIONS | https://doi.org/10.1038/s41467-019-09593-0

12 NATURE COMMUNICATIONS |         (2019) 10:1971 | https://doi.org/10.1038/s41467-019-09593-0 | www.nature.com/naturecommunications

https://doi.org/10.1038/s41577-018-0110-7
www.nature.com/naturecommunications


48. Maus, M. et al. Store-operated Ca(2+ ) entry controls induction of lipolysis
and the transcriptional reprogramming to lipid metabolism. Cell. Metab. 25,
698–712 (2017).

49. Zhou, Y. et al. Cross-linking of Orai1 channels by STIM proteins. Proc. Natl
Acad. Sci. USA 115, E3398–E3407 (2018).

50. Srikanth, S. & Gwack, Y. Orai1-NFAT signalling pathway triggered by T cell
receptor stimulation. Mol. Cells 35, 182–194 (2013).

51. Dolmetsch, R. E., Xu, K. & Lewis, R. S. Calcium oscillations increase the
efficiency and specificity of gene expression. Nature 392, 933–936 (1998).

52. Robbs, B. K., Cruz, A. L., Werneck, M. B., Mognol, G. P. & Viola, J. P.
Dual roles for NFAT transcription factor genes as oncogenes and tumor
suppressors. Mol. Cell. Biol. 28, 7168–7181 (2008).

53. Gonzalez-Cobos, J. C. et al. Store-independent Orai1/3 channels activated
by intracrine leukotriene C4: role in neointimal hyperplasia. Circ. Res. 112,
1013–1025 (2013).

54. Zhang, W. et al. Orai1-mediated I (CRAC) is essential for neointima
formation after vascular injury. Circ. Res. 109, 534–542 (2011).

55. Zal, T. & Gascoigne, N. R. Photobleaching-corrected FRET efficiency imaging
of live cells. Biophys. J. 86, 3923–3939 (2004).

Acknowledgements
The authors acknowledge Dr. Tamas Balla (NIH) for the gift of the Thymidine kinase
(TK) promoter. Dr. Trevor J. Shuttleworth (University of Rochester) for the STIM1-
pVenus and T389A and T389E STIM1-pVenus mutants. Dr. Dermot M. F. Cooper
(Cambridge University) for tagged AC8 and AC8M1. Our study was supported by the
National Heart, Lung, and Blood Institute (R01-HL123364 and R01-HL097111 to M.T.),
National Institute on Aging (R21-AG050072 to M.T.), by National Institute of General
Medical Sciences (R01-GM109279 and R01-GM120783 to D.L.G.), and by the Intra-
mural Research Program of the National Institutes of Health, National Institute of
Environmental Health Sciences (ES-090087) to J.W.P.

Author contributions
X.Z. contributed to the design of experiments, performed patch clamp electrophysiology
and calcium imaging experiments, analyzed the data, generated figures, and contributed
to the writing of the manuscript. T.P. performed pull-down assays, westerns and
phosphorylation assays. R.Y. and S.E performed real-time PCR experiments, FRET and
NFAT nuclear translocation assays. P.X. engineered most plasmids and generated all

CRISPR/Cas9 knockout cell lines. R.N. performed the FRET experiments. M.J. performed
western blots experiments. S.W. engineered the original ORAI1 and ORAI1β clones
driven by the TK promoter. C.D. and M.G. contributed to discussions. N.H., D.L.G., and
J.W.P. contributed to experimental design, and editing of manuscript. M.T. conceived
the hypothesis, designed the experiments, supervised the research, interpreted the data
and wrote the manuscript.

Additional information
Supplementary Information accompanies this paper at https://doi.org/10.1038/s41467-
019-09593-0.

Competing interests: The authors declare no competing interests.

Reprints and permission information is available online at http://npg.nature.com/
reprintsandpermissions/

Journal peer review information: Nature Communications thanks the anonymous
reviewers for their contribution to the peer review of this work. Peer reviewer reports are
available.

Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in any medium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons license, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons license and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly from
the copyright holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2019

NATURE COMMUNICATIONS | https://doi.org/10.1038/s41467-019-09593-0 ARTICLE

NATURE COMMUNICATIONS |         (2019) 10:1971 | https://doi.org/10.1038/s41467-019-09593-0 |www.nature.com/naturecommunications 13

https://doi.org/10.1038/s41467-019-09593-0
https://doi.org/10.1038/s41467-019-09593-0
http://npg.nature.com/reprintsandpermissions/
http://npg.nature.com/reprintsandpermissions/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
www.nature.com/naturecommunications
www.nature.com/naturecommunications

	A calcium/cAMP signaling loop at the ORAI1 mouth drives channel inactivation to shape NFAT induction
	Results
	ORAI1 displays greater CDI compared with ORAI1β
	AC8 and caveolin-binding sites of ORAI1 are required for CDI
	AC8/ORAI1 interaction and cAMP are required for ORAI1 CDI
	PKA interaction with AKAP79 are required for ORAI1 CDI
	Serine-34 on ORAI1 is phosphorylated by PKA and mediates CDI
	Calcineurin opposes PKA-mediated enhancement of ORAI1 CDI
	CDI regulates Ca2+ oscillations and NFAT4 translocation

	Discussion
	Methods
	Generating ORAI1 knockout HEK293 cells using CRISPR/Cas9
	Generating STIM1/2 knockout HEK293 cells
	Constructs and transfections
	Patch clamp electrophysiology
	Measurements of Ca2+ oscillations
	Ca2+ measurements
	FRET measurements
	Pull-down and phosphorylation assays
	Western blots
	NFAT nuclear translocation assays
	Quantitative PCR
	Quantification
	Statistical analysis
	Reporting summary

	References
	References
	Acknowledgements
	Author contributions
	Competing interests
	ACKNOWLEDGEMENTS




